A Microarray time course data was used for model fitting and cluster definition. B RNA-Seq time course data of metabolically labelled (4SU) cells were used for determination of transcription rates and steady-state half-lives in untreated cells. C qPCR time course data were used for validation of the identified signal duration decoding principle. ▸ Figure EV6 . Signal duration effects on mRNA and protein level in 4OHT-treated HEK293ΔRAF1:ER cells, and conservation of mRNA response dynamics in rat PC12 and human MCF7 cells.
A mRNA log 2 fold changes in qPCR time course data for five different ERK signal durations in HEK293ΔRAF1:ER cells (cf. Fig EV1C for treatment scheme) . B Representative Western blot for protein fold changes shown in Fig 6E. CLU and FOSL1 were measured on the same membrane; hence, lower GAPDH control corresponds to both blots. MCF7 HRG max log2 fc HEKRAF 4OHT max log2 fc rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0.6 rho = 0. A Gene Ontology Biological Process term enrichment for IEGs, DEGs and ILGs. Score corresponds to significant enrichment in respective cluster, where Score = Àlog 10 (P-value). Significant enrichments are highlighted with coloured border. Background colour intensities correspond to denoted fractions and are normalised columnwise. B FACS data to detect cleaved Casp3-positive cells among untreated or treated HEK293ΔRAF1:ER cells as a marker for apoptosis. EtOH: no ERK signalling. 4OHT: sustained ERK signalling. 4OHT+U0126: 2-h pulse ERK signalling.
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